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32.3% in subjects aged <10 years and 51.7% in those aged
11—20 years.
Conclusion: Bangladesh has until now been deemed of
high endemicity for HAV. This study indicates that a transi-
tion may be underway to intermediate endemicity. Among
the high socioeconomic group, the majority (67.7%) of chil-
dren aged <10 years and almost 50% of individuals aged
11—20 years were non-immune and thus at higher risk of
symptomatic illness. Hepatitis A immunisation should be
considered as an additional preventive intervention.
doi:10.1016/j.ijid.2008.05.253
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Background: Inﬂuenza virus causes respiratory infection
and sometimes results in death. It causes annual epidemics
because of antigenic changes as a result of mutations. To
identify dominant strains is important in order to predict
the epidemic scale, assess the efﬁcacy of vaccines and
determine vaccine strains for next season. Moreover, sub-
stantial increase in amantadine-resistant inﬂuenza A has
been reported recently. It is also important to know the
prevalence of resistance to consider how to care patients.
Methods: We collected nasopharyngeal swabs of patient
presenting inﬂuenza-like symptoms from two cities in Japan
(Sendai and Fukuoka) and inﬂuenza surveillance sites in
the Philippines, in two inﬂuenza seasons, 2005—2006 and
2006—2007 (inﬂuenza season was deﬁned as from August to
July of the following year). After virus isolation, randomly
selected stains were subjected to RT-PCR and sequencing.
Results: A total of 113 inﬂuenza A (H3N2) strains were
analysed. Forty-four specimens were from Sendai, 22 from
Fukuoka and 47 from Philippines. The rates of strains with
the amantadine-resistance mutations were 88% in Sendai,
54% in Fukuoka and 19% in the Philippines. A phylogenic
analysis constructed with HA gene indicated that the strains
were grouped into two clades. A total of 8 stains were
grouped into one clade. All strains in this clade were isolated
in 2005—2006 season and they were amantadine-sensitive.
Another clade had stains collected in both 2005—2006 and
2006—2007 seasons. All strains in this clade were amanta-
dine resistant in 2005—2006, but both sensitive and resistant
strains were found in 2006—2007.
Conclusion: Japan hadmore amantadine-resistant viruses
than the Philippines. That may be because two countries had
different circulating strains although their genetic variation
is small. It is intriguing that the clade, consisting of only
amantadine-resistant strains previously, had amantadine-
sensitive strains in 2006—2007.
doi:10.1016/j.ijid.2008.05.254
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Inﬂuenza is one of the infectious diseases close to us.
However the rapid antigenic drift of the virus makes it
difﬁcult to control or eliminate the disease, so that a man-
ifold study is required. To investigate the spatiotemporal
structure of inﬂuenza epidemics, we analyzed the weekly
reported cases of inﬂuenza-like-illness (ILI) in the Japanese
prefectures during these 20 years. Wavelet analysis which is
the contemporary statistical technique developed recently
was employed in the present analysis. We calculated the
power spectra of the weekly reported cases and extracted
the phases and amplitudes of the mode at the 52 week
period for the prefectures. It was found that the amplitudes
are relatively large, when the epidemic starts in a prefec-
ture of the Kanto area including Tokyo and then it spreads
to the other prefectures. On the other hand, the amplitudes
are small, when the epidemic is imported into the Kanto
area from prefectures in the other areas, and subsequently
exported to the other prefectures. We can consider a rea-
son of this result to be the preparation time for prevention
which is given to people in the Kanto area, and emphasize
the importance of the connection by transport between the
capital territory and the other regions. The results of the
present work are expected to lend support to the preven-
tivemeasure against not only the inﬂuenza of the types H1N1
and H3N2 but emergent ones such as H5N1.
doi:10.1016/j.ijid.2008.05.255
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Human adenovirus (HAdV) is the causal agent for a wide
range of diseases. There are at least 51 HAdV serotypes
divided into six species. Members of the different species
have the propensity to cause speciﬁc diseases with inci-
dences that varies from different countries and regions.
There has been no report of the predominant HAdV species
or serotypes causing infections in young children in Malaysia.
In the present study, the partial hexon gene sequences
of twenty-seven randomly picked adenovirus isolates of
children below 5 years old, diagnosed mainly with respi-
ratory infections at the University Malaya Medical Center
(UMMC) were determined. Of the 27 isolates sequenced, 70%
belonged to species C and 22% were of species B. Amongst
the species C virus, HAdV type 1 and HAdV type 2 made-up
74% of all isolates with HAdV type 3 as the most common
species B virus. Species C adenovirus was also isolated from
throat and rectal swabs of children with hand, foot and
mouth disease (HFMD) and two species F isolates were iden-
tiﬁed from a child with HFMD and a patient with intestinal
blockage, respectively. In summary, species C HAdV type 1
